. Results from the qPCR primer optimisation using different volume combinations of each primer (F = forward and R = reverse) using a sample of a single Tetracapsuloides bryosalmonae spore. The results presented are the mean quantification cycle (C q ) values and respective standard deviation (SD).
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F primer volume (µl or µM)
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C q value ± SD Table S4 . Inter-assay variation (reproducibility) of the Tetracapsuloides bryosalmonae assay using all seven reference standard points. Calculated mean concentration, standard deviation (SD) and coefficient of variation (CV) are given (n = 4 runs). Table S5 . Tetracapsuloides bryosalmonae abundance according to sampling method, river, root and trip. Abundance is presented as mean quantification cycle (C q ) values and respective standard deviation (SD). SV = small-volume, LV = large-volume. Figure S1 . Standard curve derived from a 1:10 serial dilution of an 18S Tetracapsuloides bryosalmonae DNA template showing parasite DNA concentration vs. quantification cycle (C q ) value. Each standard was run in duplicate. The curve is significantly linear over seven references from 1e-18 to 1e-12 mol l -1 .
